Abstract Cecropia insignis is an ecologically important Neotropical pioneer tree and major vertebrate food source. Although this species is relatively common in faunally intact tropical rainforests, its population dynamics may be negatively impacted by hunting of seed-dispersing animals. To better understand gene flow and regeneration dynamics in C. insignis, we characterized 26 microsatellite markers in a population sampled from Barro Colorado Island, Panama. Eleven loci of C3 alleles were tested on 48 individuals, whereas the remaining 15 loci of two alleles were tested on 12 individuals. Allelic richness ranged from 2 to 9 per locus. Observed and expected heterozygosity averaged 0.478 and 0.440 respectively. Polymorphism information content was between 0.141 and 0.757. Only two loci exhibited deviation from Hardy-Weinberg proportions.
is mediated by vertebrates including large birds and monkeys. Hunting pressures are increasingly threatening the persistence of such seed-dispersing vertebrates, and have measurably altered tropical forest dynamics (Terborgh et al. 2008 ). We developed twenty-six polymorphic microsatellite markers for C. insignis to evaluate the impact of hunting and other anthropogenic changes on gene flow and regeneration in this species.
Methods used to obtain genomic data using circular consensus sequencing of Pacific Biosciences (PacBio) are described by Wei et al. (in press ). Briefly, a PacBio 500-bp SMRTbell library was established from the genomic DNA of one C. insignis tree, and then sequenced using four SMRT cells with C2 chemistry. In total, 198,989 circular consensus reads were generated. A quality-control step (for details, see Wei et al. in press) was performed before searching for microsatellite loci and designing primers in QDD v2.1 (Meglécz et al. 2010) . In total, 512 microsatellites loci were retrieved. From the pure (non-interrupted) microsatellite loci (n = 404), we synthesized 69 primer pairs (38 di-, 30 tri-, and 1 tetra-nucleotide motifs).
For marker validation, we isolated genomic DNA from 48 reproductive-sized trees of C. insignis growing on Barro Colorado Island, Panama. We adjusted the use of DNeasy Plant Mini Kit (QIAGEN, Valencia, California, USA) for high-throughput DNA isolation by replacing DNA binding columns with E-Z Ò 96 DNA Plates (Omega Bio-Tek, Norcross, Georgia, USA). After an initial screening of primer amplification on three individuals, polymorphic loci were tested on another 9 samples. Then microsatellite loci showing C3 alleles based on these 12 samples were scored on an additional 36 individuals. PCRs were carried out as follows: 94°C for 4 min; 28 cycles of 94°C for 30 s, 59°C (decreasing 0.2°C per cycle) for 40 s and 72°C for 60 s; 10 cycles of 94°C for 30 s, 53°C for 40 s and 72°C for 60 s; and 72°C for 10 min. Each 8-lL PCR contained 1 lL of 4 ng/lL DNA, 0.05 lL of 1 lM HEX-labeled or 1.5 lM FAM-labeled M13 primer (TGTAAAACGACGGCCAGT), 0.12 lL of 5 lM M13-tagged forward primer, 0.48 lL of 5 lM reverse primer, 0.8 lL of 25 mM MgCl 2 , 4 lL of GoTaq Colorless Master Mix (Promega, Madison, Wisconsin, USA), and 1.55 lL H 2 O. PCR products of two loci labeled by different dyes were sized in a single lane on an ABI 3730 DNA Analyzer (Life Technologies, Carlsbad, California, USA). Alleles were then scored using GeneMarker v2.4.1 (SoftGenetics, State College, Pennsylvania, USA). Allelic richness, observed and expected heterozygosity, and Hardy-Weinberg equilibrium (HWE) were estimated using GenAlEx v6.5 (Peakall and Smouse 2012) . Polymorphism information content (PIC) was assessed in PowerMarker v3.25 (Liu and Muse 2005) .
We described here only the 26 polymorphic microsatellite loci. For the eleven markers screened on 48 individuals (Table 1) R: TCGGGAATGGAAATAAATATGC A = number of alleles per locus; H O = observed heterozygosity; H E = expected heterozygosity; PIC = polymorphism information content Significant deviation from Hardy-Weinberg proportions at P \ 0.05 (*) and P \ 0.001 (***) a M13 tail (TGTAAAACGACGGCCAGT) attached to the 5 0 end of individual forward primers
